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===================

During a survey of *Bacillus* diversity in Xinjiang, China, we found one potential species belonging to the genus *Bacillus*, designated strain FJAT-18017, which was isolated from potato rhizosphere soil in Xinjiang.

We determined the complete genome sequence of *Bacillus* sp. FJAT-18017 using a whole-genome shotgun strategy using Sanger sequencing (Illumina HiSeq 2500 system). DNA libraries with insert sizes of 500 bp were constructed and sequenced using the 2 × 150-bp paired-end sequencing strategy. After filtering of the 1.22 Gb of raw data, 1.12 Gb of clean data were obtained, providing approximately 200-fold coverage. Through the data assembly, one scaffold with total length of 5,265,521 bp was obtained. A total of 93.32% clean reads could be aligned back to the genome, which covered 99.18% of the sequence. The reads were assembled via the SOAP*denovo* software version 1.05 ([@B1]), using a key parameter K setting at 77. The annotation of the genome was performed using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) (<http://www.ncbi.nlm.nih.gov/genomes/static/Pipeline.html>) utilizing the GeneMark, Glimmer, and tRNAscan-SE tools ([@B2]).

The genome sequence of *Bacillus* sp. FJAT-18017 consists of a circular chromosome of 5,265,521 bp with no plasmid. There are 4,950 genes predicted, including 4,637 coding sequences (CDSs), 197 pseudogenes, 30 rRNA operons, 85 tRNAs, and 36 frameshifted genes. *Bacillus* sp. FJAT-18017 is related to *Bacillus subterraneus* MITOT1 in the phylogenetic tree of the family *Bacillaceae*. Then, we compared the genome of FJAT-18017 with that (5,265,521 bp) of *B. subterraneus* MITOT1 (accession no. JXIQ00000000) ([@B3]). There were 3,346 and 2,418 genes assigned to the COG and KEGG databases, respectively. The average G+C content was 42.42%. This paper is the first report demonstrating the fully sequenced and completely annotated genome of *Bacillus* sp. FJAT-18017. The genome information of this species will be useful for further studies of its physiology, taxonomy, and ecology.

Accession number(s). {#s1}
--------------------

The sequence data for the genome have been deposited in DDBJ/GenBank/EMBL under the GenBank accession no. [CP012602](https://www.ncbi.nlm.nih.gov/nuccore/CP012602). The version described in this paper is the first version.
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